Text 2

RNA extraction and cDNA library construction
Total RNA was extracted from 3 g needles of T. cuspidata following the standard protocol of RNeasy Plant Kit (BioTeke). Approximately 2.52 g poly(A) + RNA was isolated using Oligotex○, R mRNA Midi Kit (Qiagen), while cDNA was synthesized using the SMART PCR cDNA Synthesis Kit (Clontech). First-strand cDNA synthesis was performed with 3 SMART CDS Primer II A, as described in the provided protocol, using 0.9 g purified poly(A) + RNA (Clontech). Double-stranded cDNA was prepared from 2 L of the first strand by polymerase chain reaction (PCR) with 5 PCR Primer II A in a 100 L reaction and amplified using PCR Advantage II polymerase. The following thermal profile was applied: 1 min at 95° C followed by 13 cycles of 95° C for 15 s, 65° C for 30 s, and 68° C for 6 min (Clontech). Amplified cDNA product was purified with the PureLink PCR Purification Kit (Invitrogen) using Buffer HC to remove fragments less than 300 bp.
Text 3 454 Library preparation and sequencing
Approximately 5 g amplified cDNA were sheared by nebulization to produce random fragments of about 500 bp in length for 454 sequencing. The FLX-specific adapters, Adapter A (GCCTCCCTCGCGCCATCAG) and Adapter B (GCCTTGCCAGCCCGCTCAG), were ligated to the fragmented cDNA samples resulting in Adapter A-DNA fragment-Adapter B constructs. The fragment samples were denatured to generate single-stranded DNA amplified by emulsion PCR for the construction of the libraries. A 454-GS FLX Titanium sequencing platform and the GS FLX Titanium Kit (Roche Diagnostic) were used for pyrosequencing.
Text 4 Sequence assembly and annotation
Reads generated by the GS FLX Titanium sequencer were trimmed of low quality, low complexity
[poly (A/T)], and adaptor sequences using 454 commercial software utilities (Roche Diagnostic).
Sequences shorter than 50 bp were removed from the high-quality sequences before assembly. Derived high-quality reads were assembled into unique sequences using the Newbler Assembler software v2.0.01.14 (Roche Diagnostic), with a quality score threshold set at 40. All obtained unique sequences involving contigs and singletons were subjected to BLASTX comparisons with the SwissProt protein database (released on June 19, 2009) and the non-redundant (Nr) protein database (released on June 23, 2009), respectively, in local servers [1] . Subject sequences with the best scores and a maximum e-value cutoff of 1.0e-5 were used to annotate the unique sequences.
Text 5
Sequence comparisons with other species 
Text 6
Gene ontology (GO) analysis and metabolic pathway assignment using the Kyoto Encyclopedia of Genes and Genomes (KEGG)
To correlate the yew unique sequences to GO controlled vocabularies, the annotations of homologous Arabidopsis proteins and cDNA sequences (TAIR9) were analyzed. Each of the unique sequences was assigned GO terms based on the top BLAST hit for queries in the Arabidopsis proteins and cDNA sequences (TAIR9), and the GO slim categories of Arabidopsis Information Resource were used for GO classifications [3] . The GO provided a systematic and consistent description of gene attributes in three key biological domains: molecular function, biological process, and cellular component.
Metabolic pathway assignments were carried out according to the KEGG resource (version KEGG 50).
The enzyme commission (EC) number was assigned to unique sequences based on BLASTX similarity search with an e-value cutoff of 1.0e-5. Sequences were mapped to KEGG biochemical pathways according to the EC distribution in the pathway databases [4] .
Text 7
Identification of simple sequence repeats (SSR) and Sanger sequencing validation
The search for the presence of SSRs was performed with Perl script SSR identification tool (http://www.gramene.org/db/markers/ssrtool). In this study, the search was restricted to motifs having at least 14 bp in length. The criteria for selection of a minimum of seven repeats for dinucleotide motifs, five repeats for trinucleotide motifs, four repeats for tetranucleotide motifs, and three repeats for pentanucleotide and hexanucleotide motifs were used. For validation of the SSRs, we randomly selected 10 SSRs, and primer sets were designed according to the adjacent sequences of the selected motif using Primer Premier 5. 
